Abstract
sequence-specific amplification to guide the isolation of the most predominant 
130
Isolation and identification of the most predominant bacteria 131 Six types of media were used to isolate the most predominant Thauera spp. 
142
The specific PCR primer targeted the most predominant Thauera sp. was were used to assist the screening of the target Thauera strains following the 147 previously described procedure (13).
148
The biofilm sample was obtained and mixed in a shaker with 150 rpm for 2 h. 
Degradation experiments for bacterial isolates

173
The batch experiments were conducted using a series of 20 mL headspace vials, were delineated using 97% identity as cut-off value. Six predominant OTUs 214 contributed to 52.06% of all reads (Fig. 1) to the further degradation (Fig. 4) . (Fig. 5a ).
300
Considering the original bioreactor is still an oxygen deficient system, we try to removed in the co-culture of YF3 and R2 (Fig. 5b) .
310
Discussion
In this study, we aimed to elucidate the microbial mechanism of quinoline 312 denitrifying degradation. As a first step, we tried to isolate the most predominant 313 bacteria in the quinoline-degrading consortium, which was considered as the 314 promising anaerobic quinoline degrader. However, many attempts failed at isolating isolates to achieve cooperative degradation of quinoline. In this consortium, Thauera 360 sp. R2 cross-feed on the 2-hydroxyquinoline released by Rhodococcus sp. YF3.
361
Ecologically, this type of microbial interaction is equivalent to a commensalism (36).
362
Here the initial step of quinoline degradation is hydroxylation at the 2 position which 363 requires energy (37), but not provides any substrate and energy for growth.
364
Accordingly, Rhodococcus sp. YF3 would not benefit from the hydroxylation reaction.
365
In this study, the product 2-hydroxyquinoline of the first transformation step served as 
